by the same Hirst's group but was reported in a different journal in the same year [Biochemisty 2006] , had similar activities (8-9 μmole mg − 1 min
). Strangely, the activity of the complex I used in their PNAS paper (2006) We have investigated the subunit architecture of the peripheral arm of complex I and the spatial relationship of iron sulphur cluster N2 with respect to the membrane. Electron transfer from NADH to ubiquinone in complex I is catalysed by the N and Q module. 3D reconstructions of single complex I particles from Yarrowia lipolytica revealed a six domain substructure of the peripheral arm and the use of monoclonal antibodies allowed the localization of two subunits of the Q module. A subcomplex lacking specifically the flavoprotein part of the N module was analysed by single particle electron microscopy. The 51 and 24 kDa subunits clearly corresponded to domain 1 located at the distal end of the peripheral arm. The X-ray structure of the hydrophilic arm fragment of Th. thermophilus complex I determined by Sazanov and Hinchliffe was modelled into the EM structure of the eucaryotic holo complex. The minimal distance of the iron sulphur centre N2 to the membrane phase was determined to be 35 Å. Functional implications are discussed. Mitochondrial complex I is one of the most complicated and least understood macromolecular machineries. Fab and Fv fragments of immunoglobulins have been successfully employed for crystallization and structural analysis of membrane proteins. We have raised antibodies against complex I from Yarrowia lipolytica for structural studies and identified their binding sites by single particle electron microscopy. Here we report co-crystallization attempts of complex I with Fab fragments originating from monoclonal antibodies recognizing different epitopes within complex I. Intactness of the purified proteolytic antibody fragments was verified by gel filtration and by Western blotting. The influence on crystallization of complex I by Fab fragments depended on the binding epitope. Complex I/Fab co-complexes crystallized under conditions similar to those of the native protein. An antibody binding to the NESM subunit embedded in the membrane arm of complex I was selected for further structural studies. Current work is focused on the optimization of conditions for crystallization and X-ray data collection. 
